ABSTRACT We report the 3.7-Mb genome sequence of Oribacterium sp. strain C9, isolated from the rumen of a steer grazing on Rhodes grass in Rockhampton, Queensland, Australia. This draft genome consists of 3,720,024 bp with a 42.8% GϩC content, 3,130 predicted coding DNA sequences (CDSs), and 67 RNAs.
base (CAZy) (http://www.cazy.org/) (10) and dbCAN (http://csbl.bmb.uga.edu/dbCAN/) (11), we identified 40 sequences encoding potential glycosyl hydrolases (GH), 33 glycosyl transferases (GT), and 9 carbohydrate esterases (CE). Two pectin-degrading enzymes were identified in the genome. The polygalacturonase (EC 3.2.1.15, glycoside hydrolase family 28 [GH28]) is known as pectin depolymerase, which can hydrolyze the alpha-1,4 glycosidic bonds between galacturonic acid residues and the pectinesterase (EC 3.1.1.11, carbohydrate esterase family 8 [CE8]) and can facilitate plant cell wall modification and subsequent breakdown. Strain C9 is capable of degrading pectin from plant cell walls in the rumen environment. The genome information presented here will inform further studies investigating the mechanism by which complex carbohydrates are degraded.
Data availability. The draft genome sequence for Oribacterium sp. strain C9 has been deposited in DDBJ/EMBL/GenBank under the accession number MUHW00000000, BioProject number PRJNA362832, and BioSample number SAMN06249574. The genomic raw sequencing reads are available in the Sequence Read Archive (SRA) database under accession number SRR8449972.
